Fig. S1. Age-dependent progression of leaf senescence in Col-0, AIF2ox, and aif2-1 plants. Typical age-dependent senescence phenotype of 10-week-old Col-0, AIF2ox, and aif2-1 plants. Pictures show aerial view of plants (A) and development-dependent senescence phenotype of rosette leaves, displayed according to position along the stem (B). Age-dependent senescence phenotype of the fourth rosette leaf is displayed from 40 days after germination (40 DAG) to 60 DAG (C), and senescence progression was analyzed by measuring total chlorophyll (D) or ion leakage from the leaves (E). Chlorophyll contents of Col-0. AIF2ox, and aif2-1 plants were normalized to that of 40 DAG plants (D), which was set to 100.
. Effects of brassinosteroid and its biosynthesis-and signaling-related genetic backgrounds in dark-induced leaf senescence. (A, B) Leaves of 5-week-old Arabidopsis wild-type plants (Col-0) were incubated for 5 days in darkness in the presence or absence of various concentrations of brassinolide (BL), an active BR. ACC, a precursor of ethylene, was used as a positive control for senescence promotion. Senescence progression was analyzed by measuring total chlorophyll (A) or ion leakage from leaves (B). (C, D) Leaves of 5-week-old BR biosynthesis-or signaling-related mutants were incubated for 5 days in darkness, and senescence progression was analyzed by measuring total chlorophyll (C) or ion leakage from leaves (D). Bar graphs represent mean ± SD, and an asterisk (*) indicates statistical difference from either the mock-treated Col-0 control (A, B) or 0-day samples (C, D) at P< 0.05, and two asterisks (**) represents difference at P< 0.01. and ACS6 (C) was examined using qRT-PCR. Transcript expression was normalized to that of the 0-day dark control of each plant, which was set to 1. Two asterisks (**) on bracketed samples represents a statistical difference between the two compared samples at P< 0.01. Fig. S6 . In vivo interaction test of AIF2 with ICE1 in tobacco. To test protein interactions in planta by BiFC, cDNAs encoding either full-length or truncated forms of AIF2, ICE1, and BIN2 (Fig.   4A ) were PCR-amplified (Table S1) 
